Supplementary Figure S5. FECH expression between different grades of human gliomas
Box plots for FECH mRNA expression in different grades of gliomas from TCGA_GBMLGG (a), Rembrandt (b) and Gravendeel (c) datasets are presented. Data were statistically analyzed by pairwise t-tests.
Supplementary Figure S6. HO-1 expression is higher in WHO grade IV GBMs than in lower grades of gliomas
Box plots for HO-1 (HMOX1 in the dataset) mRNA expression in different grades of gliomas from TCGA_GBMLGG (a), Rembrandt (b) and Gravendeel (c) datasets are presented. Data were statistically analyzed by pairwise t-tests.
Supplementary Figure S7. Elevated HO-1 gene expression is correlated with poorer survival in lower grade glioma patients
Kaplan-Meier survival analysis for human glioma Grade II/III (astrocytoma and oligodendroglioma) patients with higher and lower HO-1 expression levels from TCGA_GBMLGG, Rembrandt and Gravendeel datasets. Higher and lower expression groups are divided by the median expression value under statistical analysis with the log-rank test. 
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FACS analysis of PpIX with inhibitors of ABC transporters
The fluorescence intensity of cellular PpIX was determined by FACS. After SP and MP cells were sorted and re-cultured for 2 days, media were changed to fresh media containing 1 mM 5-ALA, and cells were additionally incubated for 4 hours.
In some cases, 10 μM reserpine or 50 μM verapamil was added into media together with 5-ALA. PpIX fluorescence was measured with a FACS Aria II (BD Biosciences) using 488 nm laser and a 660/20 nm band-pass filter.
Cell viability assay
PpIX fluorescence low and high cells were sorted from cultured SP cells by FACS and collected by centrifugation. The cell suspension was prepared by a 1:1 dilution using a 0.4% Trypan blue solution and examined immediately under a microscope. The numbers of blue staining cells and total cells were counted.
Bioinformatic analysis
Gene expressions in different grades of gliomas and their correlation with patients' clinical outcome were analyzed in TCGA_GBMLGG, Rembrandt and Gravendeel datasets by using GlioVis (http://gliovis.bioinfo.cnio.es/).
Statistical analysis
All comparisons between experimental groups, except for bioinformatics analysis, 
